A new set of nine recombinant inbred strains designated CBXC-l to CBXC-9 has been developed from a cross between CBA/Ca female and BALB/c male mice. All of the strains have been brother x sister mated for more than 20 generations, and have been characterized at eight electrophoretic, one immunological and two coat colour loci at which the progenitor strains differ. This set of strains should be useful in investigating the genetics of any characters which differ between the two progenitor strains.
genetic marker which differs between the progenitor strains, this suggests linkage with that marker.
A total of 25 sets of RI strains were listed as established or in development by Taylor (1981) , with progenitor strains mostly being common inbred strains such as BALB/c, C57BL/6, SJL, etc. However, no set of RI strains appear to have been developed with CBA/Ca as one of the progenitors. The aim of this report is to describe a new set of RI strains based on a cross between the CBA/Ca and BALB/c mouse strains.
Materials and methods
Derivation of the RI strains A set of nine RI strains were developed by brother x sister mating of the progeny of a mating between a CBA/Ca/Ola female and a BALB/c/Ola male in 1981. Ten lines were started but one died out at the 7th generation. The origin and characteristics of these two strains has been described in detail by Festing (1979) .
The BALB/c subline came from the Jackson Laboratory to the Laboratory Animals Centre in 1955 at F? + 61 then to the Clinical Research Centre in 1970 at F? + 103, and to Olac in 1976 at F? + 110. It had reached F? + 138 by the time the initial matings were made with CBA/Ca. Although this substrain of BALB/c was derived from the Jackson Laboratory on 1955, it does not show the high level of aggression found in modern colonies ofBALB/cJ. Potter (1985) noted that the unusual nature of modern BALB/cJ mice has no easy explanation, but is probably the result of the fixation of one or more mutations. If so, these must have occurred after 1955. The CBA/Ca subline came from the Jackson Laboratory to Griineberg in 1932, to Carter (Harwell) 1979. The RI strains have been designated CBXC-1 to CBXC-9 in accordance with the rules for the nomenclature of sets of RI strains (Lyons, 1981) .
Animal husbandry
All strains were maintained under fully barriered conditions according to standards laid down by the Laboratory Animal Breeders Association of accredited suppliers (LABAAS).
Animal rooms had 15-20 air changes/h with pre-heated air filtered to 0,3 p.m. A cycle of 12 h artificial light and 12 h of darkness was maintained. Mice were housed in M2 type polypropylene mouse cages with stainless steel lids (North Kent Plastics Ltd, Dartford, Kent) with soft wood shavings as bedding, and were fed CRM mouse diet (Labsure, Poole, Dorset).
All breeding was as monogamous pairs. Full details of the husbandry conditions are given by Peters and Festing (1985) .
Determination of phenotypes
Phenotypes for the Car-2, Trf, 201 Apoa 1 (formerly Sep-J), Pep-3, Mod-l and Es-3 loci were determined using cellulose acetate electrophoresis (Hoffman, 1984) . The H-2 typing was performed using polyvalent strain-specific alloantisera raised in BALB/c and CBA/Ca mice respectively, as described by Festing and Totman (1980) .
Litter sizes
Litter sizes were determined as the average of 35-37 recent litters recorded during the process of inbreeding.
Results and discussion
The number of generations of inbreeding and the phenotypes at 11 loci (8 electrophoretic, 1 immunological and 2 coat-colour) are given in Table 1 .
All strains have been inbred for more than 20 generations, and with the exception of CBXC-2 have an acceptable breeding performance ( Table  2 ). The breeding performance of CBXC-2 is rather poor and this may limit its use in the future.
The distribution of polymorphic genes among the strains is as would be expected.
All markers were polymorphic between strains. The distribution of each marker appears to be random with respect to all others, even if they are on the same chromosome. 
CB, strain carrying the CDA allele. C, strain carrying the DALB/c allele. and Apoa ] and Mod-] (4/9, 5/9, 4/9 concordant, with map distances approximately, 29, 6, 23 cM, respectively). The failure of this set of strains to detect the linkage of 6 cM between Trf and Mod-] supports Taylor (1978) who points out that RI strains are most efficient at detecting close linkage.
Taylor (1978) gives tables of the probability of detecting a linkage using a set of RI strains as a function of the number of lines and the number of loci for which the strains have been typed. From these tables, it is estimated that with 10, 20, 40 or 60 markers typed within the strains there will be a 70/0, 13%, 24% or 34% chance of detecting linkage between an unmapped polymorphism and a marker gene typed within this set of strains. As the number of markers for which the strains are typed builds up, the set should become more useful.
